The Cyathea and Gymnosphaera lineages were constrained to be sister-groups, i.e. the CyGy topology.
Figure S1
The 50% majority-rule consensus tree resulting from Bayesian (BMCMC) analyses of the combined (rbcL, rbcL-accD IGS, rbcL-atpB IGS, trnG-R and trnL-F) data set.
Figure S2
Lineage divergence time estimates calculated in a Bayesian Markov chain Monte Carlo (BMCMC) framework using the program BEAST. The Alsophila and Gymnosphaera lineages were constrained to be sister-groups, i.e. the AlGy topology.
Figure S3
Lineage divergence time estimates calculated in a Bayesian Markov chain Monte Carlo (MCMC) framework using the program BEAST. The Alsophila and Cyathea lineages were constrained to be sister-groups, i.e. the AlCy topology.
Figure S4
Lineage divergence time estimates calculated in a Bayesian Markov chain Monte Carlo (MCMC) framework using the program BEAST. The Cyathea and Gymnosphaera lineages were constrained to be sister-groups, i.e. the CyGy topology.
Figure S1
The 50% majority-rule consensus tree resulting from Bayesian inference analyses of the combined (rbcL, rbcL-accD IGS, rbcL-atpB IGS, trnG-R and trnL-F) data set, showing branch lengths. Numbers at branches denote posterior probability values. A., Alsophila; C., Cyathea; Ca., Calochlaena; Ci., Cibotium; D., Dicksonia; H., Hymenophyllopsis; L., Lophosoria; S., Sphaeropteris; T., Thyrsopteris.
Figure S2
Estimates of lineage divergence times calculated in a Bayesian Markov chain Monte Carlo framework using the program BEAST and based on the combined (rbcL, rbcL-accD IGS, rbcL-atpB IGS, trnG-R and trnL-F) data set. The Alsophila and Gymnosphaera lineages have been constrained as sister groups, the AlGy topology. Numbers at nodes denote age estimates in millions of years, with the 95% highest posterior density presented within square brackets. A., Alsophila; C., Cyathea; Ca., Calochlaena; Ci., Cibotium; D., Dicksonia; H., Hymenophyllopsis; L., Lophosoria; S., Sphaeropteris; T., Thyrsopteris.
Figure S3
Estimates of lineage divergence times calculated in a Bayesian Markov chain Monte Carlo framework using the program BEAST and based on the combined (rbcL, rbcL-accD IGS, rbcL-atpB IGS, trnG-R and trnL-F) data set. The Alsophila and Cyathea lineages have been constrained as a monophyletic entity, i.e., the AlCy topology. Numbers at nodes denote age estimates in millions of years, with the 95% highest posterior density presented within square brackets (at three nodes no HPD intervals are presented, because the nodes occur in less than 50% of the trees). A., Alsophila; C., Cyathea; Ca., Calochlaena; Ci., Cibotium; D., Dicksonia; H., Hymenophyllopsis; L., Lophosoria; S., Sphaeropteris; T., Thyrsopteris.
Figure S4
Estimates of lineage divergence times calculated in a Bayesian Markov chain Monte Carlo framework using the program BEAST and based on the combined (rbcL, rbcL-accD IGS, rbcL-atpB IGS, trnG-R, and trnL-F) data set. The Cyathea and Gymnosphaera lineages have been constrained as sister groups, i.e., the CyGy topology. Number at nodes denote age estimate in millions of years, with the 95% highest posterior density presented within square brackets. A., Alsophila; C., Cyathea; Ca., Calochlaena; Ci., Cibotium; D., Dicksonia; H., Hymenophyllopsis; L., Lophosoria; S., Sphaeropteris; T., Thyrsopteris.
